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ospital from March to August 2011 and were followed for death
r discharge from hospital stay. All variables were documented on
proforma and analyzed using SPSS version 13.0 and a P-value of
0.05 was considered statistically signiﬁcant.
Results: The mean age of our patients was 53.7±20 years.
here were 53% males and 47% females. Among the co-morbids,
1% of people with ischaemic heart disease had respiratory infec-
ion with Acinetobacter, as compared to 42% of those without
schaemic heart disease (p =0.020) The primary diagnosis ofmajor-
ty of patients was sepsis (55%), followed by trauma (13%) and
alignancy (10%). The most frequent source of positive culture
as from Tracheal Aspirate (48%) followed by Urine culture (25%).
here was a signiﬁcantly higher prior admission rate in patients
ith respiratory Acinetobacter infection as compared to non-
espiratory group (p=0.028) The most commonly used antibiotic
as Polymyxin (62%), followed by carbapenems in 18%. In 83%
he Acinetobacter infection had been nosocomially acquired as
pposed to 17% in whom it was community acquired. Out of 60
atients, 19 expired (32%) whereas 41 (68%) were discharged from
hehospital. Althoughgreaterproportionofpatientsdied in the res-
iratory group (40%) compared to non-respiratory group (23%), the
ifference was not statistically signiﬁcant (p =0.165). Mean length
f stay was 18 days and among those who survived there was 23%
eadmission rate. Logistic regression did not reveal any modiﬁer
ffect from age, gender, primary diagnosis, co-morbids and use of
ntibiotics.
Conclusion: In this study, there was no signiﬁcant difference in
requency of mortality between patients having respiratory versus
on-respiratory acinetobacter infections.
ttp://dx.doi.org/10.1016/j.ijid.2012.05.847
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oes genotypes and virulence proﬁles play role in classifying
taphylococcus aureus as infectious or colonizing strain
. Neela ∗, L. Yun-Khoon
Universiti Putra Malaysia, Selangor, Malaysia
Background: Staphylococcus aureus is one of the well-known
athogen in human medicine. S. aureus can cause asymptomatic
olonisation as well as life-threatening infection. In the present
tudy, we address the question does the genotype and virulence
actors play role in making S. aureus as a pathogen or colonizer
nd whether the clinical outcome of S. aureus can be predicted by
enotyping and virulence proﬁling.
Methods: A total of 18 S. aureus isolates collected from blood-
tream, wound and healthy nasal carriers (6 from each group)
ere characterised by multilocus sequence typing (MLST), acces-
ory gene regulator (agr) typing, staphylococcal protein A (spa)
yping, pulsed ﬁeld gel electrophoresis (PFGE) and virulent gene
roﬁling (sea, seb, sec,seg, seh, sei, eta, etb, ACME, cna, fnbA, icaA,
caD, pvl, tsst).
Results: Molecular typing revealed that majority of infectious
solates belonged to ST1 and ST239. Most of the infectious and car-
iage isolates shared the agr group III. Spa typing and PFGE patterns
emonstrated high variance among S. aureus isolates, although
ith the similar clinical manifestation. On the other hand, isolatesfectious Diseases 16S (2012) e158–e316
that shared similar genotype presented different clinical outcomes.
Among the 18 isolates, mecA and pvl genes were only possessed
by the invasive isolates, while virulence genes seb and seg entero-
toxin b and g were often harbored by healthy carriage isolates.
Bacteremia associated-isolates rarely harbored seh and sei when
compared to wound infection and healthy carrier isolates.
Conclusion: Overall, the virulence genes were heterogeneously
distributed among the isolates and propose an exchange of vir-
ulence genes between the S. aureus strains. Isolate which harbor
most of the virulence genes (exclude pvl gene) do not mean that it
can cause signiﬁcant clinical manifestation in host. Further studies
are needed to explain whether virulence gene expression and host
factor may play a role in the clinical infection outcomes.
http://dx.doi.org/10.1016/j.ijid.2012.05.848
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Antimicrobial susceptibility and genotypic characterization of
clinical Salmonella enteritidis strains isolated from a tertiary
hospital in Malaysia by using multilocus variable number of
tandem repeat analysis and pulsed-ﬁeld gel electrophoresis
S.T. Ngoi1,∗, K.-L. Thong2
1 University of Malaya, Faculty of Science, Kuala Lumpur, Malaysia
2 Institute of Biological Sciences, Laboratory of Biomedical Science
and Molecular Microbiology, University of Malaya, Kuala Lumpur,
Malaysia
Background: Salmonella enterica serovar enteritidis (S. enter-
itidis) causes non-typhoidal salmonellosis (NTS) in humans.
Twenty-eight percent of NTS serovars identiﬁed and reported to
the laboratory based surveillance database of Malaysian Ministry
of Health in 2005 was S. enteritidis. The increasing occurrence of
multidrug resistant (MDR) S. enteritidis complicates available ther-
apeutic options. Phage typing and pulsed-ﬁeld gel electrophoresis
(PFGE) are commonly used subtyping methods, but there are lim-
itations. The advent of multi-locus variable number of tandem
repeats analysis (MLVA) provided a better discrimination of S.
enteritidis. This study aimed to determine the antibiograms and
genotypes of clinical S. enteritidis strains isolated from a tertiary
hospital in Penang, Malaysia.
Methods:Aretrospective study involving16clinicalS. enteritidis
strains isolated from 2005 to 2006 was conducted. The resistance
of the strains against 14 antimicrobial drugswas examined, and the
clonality of the strains was determined by both MLVA and PFGE of
XbaI digested bacterial chromosomal DNA.
Results: Both invasive (n=9) and non-invasive (n=7) S. enteri-
tidis were examined and a high percentage of multidrug resistance
was observed (66% of invasive and 43% of non-invasive strains).
MLVA (D=0.77) yielded ﬁve distinct types (M1 to M5), which cor-
related to antimicrobial resistance patterns of the strains. Strains
of MLVA type M1 were resistant to tetracycline, type M2 resistant
to nalidixic acid, types M3 and M4 resistant to both ampicillin and
nalidixic acid, and type M5 resistant to sulfonamides, trimetho-
prim, trimethoprim-sulfamethoxazole and tetracycline. The VNTR
loci were genetically homogeneous (Nei’s diversity index ≤ 0.53)
among the strains. PFGE (D=0.94) subtyped all strains into 11 pul-
sotypes, showing high genetic homogeneity (0.84< F<1.00) among
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he strains. There was a low concordance of the clustering of the
trains based on PFGE and MLVA (Adjusted Rand value =0.023).
LVA provided a characteristic strain clustering according to
esistance patterns but PFGE failed to do so. The invasive and non-
nvasive strains were not distinguished by both methods.
Conclusion: The occurrence of high percentage of MDR S. enter-
tidis strains is of public health concern. However, the ability of
LVA to rapidly subtype S. enteritidis strains into groups with
haracteristic antimicrobial resistance patterns may be of great
dvantage in clinical diagnostic.
ttp://dx.doi.org/10.1016/j.ijid.2012.05.849
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olecular andgenomic investigations into spreading anddiver-
iﬁcation of Vibrio cholerae O1 in Thailand
. Okada1,∗, A. Roobthaisong1, S. Hamada1, S. Chantaroj2
Thailand-Japan Research Collaboration Center on Emerging and
eemerging Infections, Nonthaburi, Thailand
National Institute of Health, Nonthaburi, Thailand
Background: Cholera epidemics break out occasionally in
hailand. This study aims to characterize V. cholerae O1 isolated
n Thailand during 2007 to 2010.
Methods:V. choleraeO1 isolates collected fromcholera patients,
heir family members, and neighbors, as well as environmental
amples in cholera outbreak sites. PCR was carried out for detec-
ion of theseveral markers, rtxC, rstR, ctxA, zot, ace, tcpA, ompU, toxR
nd ctxB genes. The presence or absence of ORFs in the Vibrio sev-
nth pandemic island I (VSP-I) and II (VSP-II) clusters of selected
solates was examined. In addition, the isolates were characterized
sing pulsed-ﬁeld gel electrophoresis (PFGE), ribotyping, multilo-
us variable-number tandem repeat analysis (MLVA).
Results: We found almost all of the 343 isolates obtained car-
ied the classical cholera toxin gene and El Tor rstR genes. PFGE
ifferentiated the isolates into 10 distinct pulsotypes, clustered
nto two major groups. Ribotyping, MLVA, and PCR to detect
SP-II related genes of randomly selected isolates from each pul-
otype corresponded to the results obtained by PFGE. MLVA typing
mong isolates revealed geographical and temporal associations
f causative V. cholerae in cholera outbreaks. The 2007 cholera out-
reaks innortheasternThailandwere triggeredby theconsumption
f cockles contaminated with V. cholerae O1 MLVA type 2. On the
ther hand, outbreaks in the southern Gulf areas outbreaks in 2009
ere linked mainly with MLVA types 7 and 12, while those in the
entral Gulf areas during 2009–2010 were linked with MLVA type
. MLVA type 41 continued to exist predominantly in an outbreak
ite for more than three years. Long-term survival of V. cholerae
1 of a particular MVLA type, such as type 41, may be attained in
atery environments or in humans. It should be noted here that
ne V. cholerae O1 carrying the El Tor type ctxB which did belong to
either groups.fectious Diseases 16S (2012) e158–e316 e235
Conclusion: Our epidemiological results are highly rewarding
in terms of reference to emergence, year-long survival, or disap-
pearance of particular type(s) of isolates with special reference to
spatial and temporal associations of the organisms.
http://dx.doi.org/10.1016/j.ijid.2012.05.850
Type: Poster Presentation
Final Abstract Number: 45.060
Session: Bacterial Infections
Date: Friday, June 15, 2012
Time: 12:45-14:15
Room: Poster & Exhibition Area
Sepsisdue toVibrioalginolyticus isolated fromcatheterofyoung
patient with hypercholesterolemi: the ﬁrst case from Turkey
L. Oksuz ∗, N. Gurler
ISTANBULUNIVERSITY, ISTANBULMEDICAL FACULTY, Istanbul, Turkey
Background: Vibrios have been recognized as human
pathogens, and they can be acquired through either ingestion
of contaminated seafood or contact of traumatized skin with
seawater. V.alginolyticus occasionally causes life-threatening
infections in immunocompromised individuals. We describe a
case of sepsis due to V. alginolyticus isolated from catheter of
19-year-old patient with hypercholesterolemyType 2a while he
was 7 years old.
The patientwas admittedwith high fever. Hewas applied routi-
nally lipid aferesis. A catheter had inserted to him before one and
a half years.
Methods: Blood cultures were sent from the catheter and
peripheral vein of the patient to the laboratory and evaluated on
the BACTEC 9120 system (Becton Dickinson, USA). The same day,
a positive signal was taken from the cathether while blood culture
obtained from the peripheral vein remained negative. The positive
blood culture bottle was cultured on sheep-blood and chocolated
agar. After 24hours, straight or curved, Gram-negative, oxidase-
positive colonies were seen on blood and chocolated agar. Yellow
colonies were seen on thiosulfate-citrate-bile salts-sucrose (TCBS)
agar after 24hours of incubation. The identiﬁcation was conﬁrmed
with another biochemical tests.
At the same time, the patient’s general situation was deterio-
rated and went to sepsis. Blood cultures were sent again and the
same bacteria was isolated again.
Results: The result of blood cultures was reported as
V.alginolyticus. The bacteriawere identiﬁed asV. alginolyticusby the
API system (bioMerieux, France) at a 95.3% conﬁdence level and by
the VITEK 2 system (bioMerieux, France) at a 93% conﬁdence level.
The strain was only found to be resistant to ampicillin, but suscep-
tible to the other antibiotic classes. The patient therapy improved
by early diagnosis and appropriate and discharged. An identiﬁable
source for this infection could not be found.
Conclusion: In conclusion, rapid and correct identiﬁcation
of the bacteria and early administration of appropriate antibi-
otics is essential for controlling invasive Vibrio infections, such
as V.alginolyticus sepsis, especially in immunocompromised hosts.
To the best of our knowledge, this is the ﬁrst reported case of
V.alginolyticus bacteremia reported in Turkey.
http://dx.doi.org/10.1016/j.ijid.2012.05.851
